the same buffer for 2 12 h. A Beckman Model E analytical ultracentrifuge was used, equipped with Rayleigh Interference Optics. The methodology for extracting meniscii concentrations, 'whole cell', M & , and point weight average, M , , , relative molecular masses, using the 'intermediate speed method ' (Creeth & Harding, 1982) were as described previously (Harding et al., 1987) , except that a 30mm path length cell was used at the lowest possible loading concentration (to minimize possible effects of thermodynamic nonideality and self-association phenomena). The value used for the partial specific volume was 0.729 ml/g (Schwenke et al., 1980 ). An M:, of 300000 & 10000 was obtained by extrapolation of the star point average to the cell base (Creeth & Harding, 1982) . This value may be slightly affected by self-association and/or non-ideality. The 'ideal' value (obtained from extrapolation of Mr,w to zero concentration ( Fig. Ib) , yielded a value of 280000 f 30000, which confirms the result of Schwenke et al. (1980) , who used a less direct procedure (combining sedimentation & diffusion coefficients via the Svedberg equation). It differs significantly from the value obtained by Gill & Tung (1976) , who also used a sedimentation equilibrium procedure (but using absorption optics) although their low value may have resulted from anomalous protein adsorption onto the cell windows (Rowe, 1984) or dissociation affects upon freezedrying. In our own work it was seen that material resuspended in buffer directly after freeze-drying and analysed using sedimentation velocity and equilibrium yielded both dissociation products and aggregates, as also observed by Schwenke et al. (1980) for the 12s globulin from sunflower seed, further supporting the homology with other seed proteins (Schwenke, 1975) . Our data for the amino acid composition and subunit composition of six subunits (from SDS/polyacrylamide-gel electrophoresis) are also supportive of this homology.
